Supplementary Datasets

SupplementaryDataset1.xls
Differentially expressed mRNA transcripts between males and females in AB. File includes probe name, log fold change, average expression, p-value, Bonferroni-corrected p-value, and genomic coordinates (danRer7/Zv9) as reported by Agilent Feature Extract and annotation files. Entrez gene ID, Ensembl ID, gene symbol, and gene name were manually confirmed and harmonized. Gene symbols and names highlighted in pink are differentially expressed in females. Gene symbols and names highlighted in blue are differentially expressed in males.
SupplementaryDataset2.xls
Differentially expressed mRNA transcripts between males and females in WIK. File includes probe name, log fold change, average expression, p-value, Bonferroni-corrected p-value, and genomic coordinates (danRer7/Zv9) as reported by Agilent Feature Extract and annotation files. Entrez gene ID, Ensembl ID, gene symbol, and gene name were manually confirmed and harmonized. Gene symbols and names highlighted in pink are differentially expressed in females. Gene symbols and names highlighted in blue are differentially expressed in males.
SupplementaryDataset3.xls
Differentially expressed mRNA transcripts between sexes regardless of strain. File includes probe name, log fold change, average expression, p-value, Bonferroni-corrected p-value, and genomic coordinates 
SupplementaryDataset4.xls
Differentially expressed mRNA transcripts between AB, TU, and WIK in males. File includes probe name, log fold change, average expression, p-value, Bonferroni-corrected p-value, and genomic coordinates (danRer7/Zv9) as reported by Agilent Feature Extract and annotation files. This file also includes calculated log fold change values for each strain individually by taking the average of the relative log fold change: (AB.TU-AB.WIK)/2 = ABcalc. Calculated strain-specific log fold change values were then centered on zero for each probe (ABcenter). Entrez gene ID, Ensembl ID, gene symbol, and gene name were manually confirmed and harmonized. Several probes annotate to deprecated gene IDs; the few that fall into this category are retained in the file, but identified by strike-through.
SupplementaryDataset5.xls
Differentially expressed mRNA transcripts between AB, TU, and WIK in females. File includes probe name, log fold change, average expression, p-value, Bonferroni-corrected p-value, and genomic coordinates (danRer7/Zv9) as reported by Agilent Feature Extract and annotation files. This file also includes calculated log fold change values for each strain individually by taking the average of the relative log fold change: (AB.TU-AB.WIK)/2 = ABcalc. Calculated strain-specific log fold change values were then centered on zero for each probe (ABcenter). Entrez gene ID, Ensembl ID, gene symbol, and gene name were manually confirmed and harmonized. Several probes annotate to deprecated gene IDs; the few that fall into this category are retained in the file, but identified by strike-through.
SupplementaryDataset6.xls
Differentially expressed mRNA transcripts between strains regardless of sex. File includes probe name, log fold change, average expression, p-value, Bonferroni-corrected p-value, and genomic coordinates (Affymetrix), and WT_liver = Mouse Wild Type Liver (GNF microarray). "Merge" tab combines all circadian-driven genes from sd1-6 tabs with duplicates removed. "Unique" tab lists the gene symbol for the 82 genes described in this dataset.
